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R - L 3 - Q - L 1 



A -L 2 -R 



R - A - L 



wherein L 1 , L 2 , L 3 , A and R an 
sequence. 




JL'-A-L 2 -R 
CH- Tag 

as defined in claim 1 and "Tag" represents a coding 



formula Tafe - A - L 1 - Q - L 1 - A -L 2 - R wherein Tag, 
aim 1. 



26. (Amended) A constant as claimed in claiil^ 1 for use in a tiered release method of 
screening, the construct having the 
A, L 1 , Q ,L 2 and R are as defined 

27. (Amended) A chemical/consMict 
cleavage sites can be cleave d Ifry 
catalysed cleavage, 



cidative 

electrophilic displacement, and tin 



28. (Amended) Interme4[ate chemic; 
defined in claim 1, the intermediate 
Y 2, and Y ,, -Q-Y 2 R wherein Y 1 ' and 
R, Q and Y are as defined in claim 



Sording to claiVn 1 wherein the orthogonally cleavable 
reactions selectep from acid catalysed cleavage, base 
tge, reouGtive/cleavage, nucleophilic displacement, 
lal, photochej?nical v and enzymatic cleavage. 



constructs for use preparing a chemical construct as 
constructs having the formulae Y h -Q-Y 2 ', RY ! -Q- 
Y 2 ' are reactive or protected forms of the group Y; and 



29. (Amended) Intermediate construct 
L 3 '-A-L , -Q-L 1 -A p , R-L 3 -A-L ] -Q-L 
wherein L 1 ', L 2 ' and L 3 ' are reactivt 
is a reactive or protected form of 



i of the formulae L 2, -A-L 1 -Q-L l -A p , R-lAA-L'-Q-L'-A 13 , 
-A p , R-L^A-L'-Q-lJ-A-L 2 ' and L^-A-L'-Q-L^A-L^R 
or protected forms of the linker groups L 1 , L 2 and L 3 , A p 
the spacer group A containing a peak splitting isotopic 
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31. (An 
bor 
precC 



>rfo] 



An intermediate construct according to claim 29 wherein the solid support has 
a coding tag sequence L ! -A-Tag and/or a sequence R - A - L 1 or a 
thereof.. 



32. (Amended) A differential release method of ^ssaying a chemical library for biological 
activity, the method comprising: 

(i) subjecting a construct comprising a solid support Q having linked thereto groups Y*R and 
Y 2 R as defined in claim 1 to cleavage conditio^/ effective to release substrate R from the group 
Y l R; 

(ii) testing the substrate R released from Wgroup VR in a biological assay; 

(iii) subsequently subjecting the construct to cleavage conditions effective to release substrate R 
from the group Y 2 R; and 

(iv) ) testing the substrate R release^from the group Y Z R in a biological assay. 

33. (Amended) A tiered release method \^f assaying a chemical library for biological activity, 
the method comprising: 

(i) subjecting a construct as claimed in c\aim 1 to cleavage conditions effective to release a 
first portion of the substrate R from the group Y ! R; 

(ii) testing the first portion of substrate R released from the group Y*R in a biological assay; 

(iii) subjecting the construct to cleavage conditions effective to release a second portion of 
the substrate R from the group Y ! R; and 

(iv) testing the second portion of substrate Released from the group Y 1 R in a biological 
assay. 



34. A method of determining the identfty oAa suftstrate/R linked to a solid support Q of a 
construct as claimed in claim 8 by mass stfectroA ^trifc me ans; the solid support Q having a 
coding sequence attached thereto by meapsryf a connecting grxHm Y a having a cleavage site 
cleavable to release a fragment F a front^htfVsol^ fragment F a comprising the 

coding sequence and at least a portioned! the connecting group y y wherein (i) the chemical 
fragment F a contains a sensitising/group G which! sensiti^ihe chemical fragment F a to 
mass spectroscopic analysis; 

the coding sequence comprising a sequence of boding groups the nature and order of 
which is indicative of the identity of the substrate R; 

the method comprising cleaving the connecting group Y a so as to release the 
fragment F a from the solid support; subjecting tire fragment Y a to mass spectrometry 
under conditions effective to bring about mass spectral fragmentation of the coding 
group and the formation of mass spectral fragment ions corresponding to the loss of one 



